Sequence Listing was accepted. 

If you need help call the Patent Electronic Business Center at (866) 
217-9197 (toll free) . 
Reviewer: Keisha Douglas 

Timestamp: [year=2008; month=ll; day=12; hr=14; min=57; sec=12; ms=695; 
] 



Validated By CRFValidator v 1.0.3 
Application No: 10693030 Version No: 



2.0 



Input Set: 



Output Set: 



Started: 2008-10-14 16:16:37.023 
Finished: 2008-10-14 16:16:38.011 

Elapsed: 0 hr(s) 0 min(s) 0 sec(s) 988 ms 
Total Warnings: 12 
Total Errors: 0 
No. of SeqIDs Defined: 12 
Actual SeqID Count: 12 

Error code Error Description 

W 213 Artificial or Unknown found in <213> in SEQ ID (1) 

W 213 Artificial or Unknown found in <213> in SEQ ID (2) 

W 213 Artificial or Unknown found in <213> in SEQ ID (3) 

W 213 Artificial or Unknown found in <213> in SEQ ID (4) 

W 213 Artificial or Unknown found in <213> in SEQ ID (5) 

W 213 Artificial or Unknown found in <213> in SEQ ID (6) 

W 213 Artificial or Unknown found in <213> in SEQ ID (7) 

W 213 Artificial or Unknown found in <213> in SEQ ID (8) 

W 213 Artificial or Unknown found in <213> in SEQ ID (9) 

W 213 Artificial or Unknown found in <213> in SEQ ID (10) 

W 213 Artificial or Unknown found in <213> in SEQ ID (11) 

W 213 Artificial or Unknown found in <213> in SEQ ID (12) 



SEQUENCE LISTING 

<110> KRAUS, Matthias 

AARONSON, Stuart A. 

<120> METHODS FOR DIAGNOSIS OF CANCER USING 
erbB-3 

<130> 14014. 0306U2 

<140> 10693030 
<141> 2003-10-24 



<150> 09/170, 699 
<151> 1998-10-13 

<150> 08/473,119 
<151> 1995-06-07 

<150> 07/978, 895 
<151> 1992-11-10 

<150> 07/444, 406 
<151> 1989-12-10 

<160> 12 

<170> FastSEQ for Windows Version 4.0 

<210> 1 
<211> 1542 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



<400> 1 

gaattccaga 

tacagggaat 

acgtgctact 

tgcctcctga 

aaggaggcgg 

gcaagcagat 

ttcagagggc 

cacgcct gt a 

caagaccat c 

aattagccag 

agaatggcgt 

cagtctgggc 

ggaaatccta 

ctccaattaa 

atgt ctggag 

caaatttacc 



t ctcagtgac 
gtactacctt 
caagtcaccc 
tgataagcag 
gggtggagtg 
gctt catggt 
aacaaagaaa 
at cccaacac 
ctggctagca 
gcgt ggcggc 
gaacccagga 
gacagagcga 
agaaaatttg 
gtggatggcc 
ctat ggt cag 
ttttgagagc 



tgattccccc 
gaggaacatg 
agt caggtt c 
ctgctataca 
aagcatgggg 
aagtt caagg 
ataatgatca 
t t cgggaggc 
cggtgaaacc 
atgcatctgt 
ggcggagctt 
gactccgtct 
tggaaat aaa 
cttgagagta 
tgcat ctgga 
cccct cttag 



aacctt aaga 
gt atggtgca 
aggtggcaga 
gt gaggccaa 
at agggagca 
agagaaggct 
agaacttggg 
caaggcgggt 
ccgt ct ctac 
actcccagct 
gcagtgggcc 
caaaaaaaaa 
cttgtgatac 
tccactttgg 
tgccct ct ct 
aatctctaag 



atactttctt 
t agaaacctg 
ttttggtgtg 
ggtgaggaga 
gccagtggt c 
gcagatgcca 
actggccggg 
ggat cacaag 
taaatataca 
actcgggagg 
gagatcgcac 
aaaaaaagaa 
ctctatcttt 
gaaatacaca 
accat cactg 
cactt cagat 



cccctatacc 
gctgcccgaa 
gctgacctgc 
cacaaagggt 
t ctt ccagag 
gatattttag 
cgcggtggct 
gt caggagat 
aaaaaaaaaa 
ctgaggcagg 
cactgcactc 
tttgggactt 
aatccgcaga 
caccagagtg 
gccccagttt 
ttttgtgtta 



gatcaggttc tgccttccct tcacttcatg cccatgtcta ctattttgcc agtgactagt 1020 

ccatgtcttc ctgcaacagg tgtgacagtt tgggagttga tgaccttcgg ggcagagccc 1080 

tatgcagggc tacgattggc tgaagtacca gacctgctag agaaggggga gcggttggca 1140 

cagccccaga tctgcacaat tgatgtctac atggtgatgg tcaagtgtga gttacctgct 120 0 

gagcccaacc attttctctt tttttctttt tttttctttt tttttttttt ttgagacaga 1260 

gtctcacaat tgtcacccag gctggagtgc aatggtgcaa tcaatcttgg ctcactacaa 1320 

cctccgcctc tcgggttcaa gagattctcc tgcttcagct ccggagtagc tgggattaca 1380 

gcgcccgcca cacctggata actgttacac ttttagtaga gatggggttt caccatgttg 1440 

gccaggctgg tctcaaactc ctgacctcag gtgatccgcc tgcctcagct tcccaaagtg 1500 

ctgggattac aggtgtgagc catcatgctc gcctgactgc ag 1542 

<210> 2 
<211> 126 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 2 

Gly Met Tyr Tyr Leu Glu Glu His Gly Met Val His Arg Asn Leu Ala 

15 10 15 

Ala Arg Asn Val Leu Leu Lys Ser Pro Ser Gin Val Gin Val Ala Asp 

20 25 30 

Phe Gly Val Ala Asp Leu Leu Pro Pro Asp Asp Lys Gin Leu Leu Tyr 

35 40 45 

Ser Glu Ala Lys Thr Pro lie Lys Trp Met Ala Leu Glu Ser lie His 

50 55 60 

Phe Gly Lys Tyr Thr His Gin Ser Asp Val Trp Ser Tyr Gly Val Thr 
65 70 75 80 

Val Trp Glu Leu Met Thr Phe Gly Ala Glu Pro Thr Ala Gly Leu Arg 

85 90 95 

Leu Ala Glu Val Pro Asp Leu Leu Glu Lys Gly Glu Arg Leu Ala Gin 

100 105 110 

Pro Gin lie Cys Thr lie Asp Val Tyr Met Val Met Val Lys 
115 120 125 



<210> 3 
<211> 4905 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 3 

accaattcgc cagcggttca ggtggctctt gcctcgatgt cctagcctag gggcccccgg 60 

gccggacttg gctgggctcc cttcaccctc tgcggagtca tgagggcgaa cgacgctctg 120 

caggtgctgg gcttgctttt cagcctggcc cggggctccg aggtgggcaa ctctcaggca 180 

gtgtgtcctg ggactctgaa tggcctgagt gtgaccggcg atgctgagaa ccaataccag 240 

acactgtaca agctctacga gaggtgtgag gtggtgatgg ggaaccttga gattgtgctc 300 

acgggacaca atgccgacct ctccttcctg cagtggattc gagaagtgac aggctatgtc 3 60 

ctcgtggcca tgaatgaatt ctctactcta ccattgccca acctccgcgt ggtgcgaggg 420 

acccaggtct acgatgggaa gtttgccatc ttcgtcatgt tgaactataa caccaactcc 480 



agccacgctc tgcgccagct ccgcttgact cagctcaccg agattctgtc agggggtgtt 540 

tatattgaga agaacgataa gctttgtcac atggacacaa ttgactggag ggacatcgtg 600 

agggaccgag atgctgagat agtggtgaag gacaatggca gaagctgtcc cccctgtcat 660 

gaggtttgca aggggcgatg ctggggtcct ggatcagaag actgccagac attgaccaag 720 

accatctgtg ctcctcagtg taatggtcac tgctttgggc ccaaccccaa ccagtgctgc 780 

catgatgagt gtgccggggg ctgctcaggc cctcaggaca cagactgctt tgcctgccgg 8 40 

cacttcaatg acagtggagc ctgtgtacct cgctgtccac agcctcttgt ctacaacaag 900 

ctaactttcc agctggaacc caatccccac accaagtatc agtatggagg agtttgtgta 960 

gccagctgtc cccataactt tgtggtggat caaacatcct gtgtcagggc ctgtcctcct 1020 

gacaagatgg aagtagataa aaatgggctc aagatgtgtg agccttgtgg gggactatgt 1080 

cccaaagcct gtgagggaac aggctctggg agccgcttcc agactgtgga ctcgagcaac 1140 

attgatggat ttgtgaactg caccaagatc ctgggcaacc tggactttct gatcaccggc 1200 

ctcaatggag acccctggca caagatccct gccctggacc cagagaagct caatgtcttc 1260 

cggacagtac gggagatcac aggttacctg aacatccagt cctggccgcc ccacatgcac 132 0 

aacttcagtg ttttttccaa tttgacaacc attggaggca gaagcctcta caaccggggc 1380 

ttctcattgt tgatcatgaa gaacttgaat gtcacatctc tgggcttccg atccctgaag 1440 

gaaattagtg ctgggcgtat ctatataagt gccaataggc agctctgcta ccaccactct 150 0 

ttgaactgga ccaaggtgct tcgggggcct acggaagagc gactagacat caagcataat 1560 

cggccgcgca gagactgcgt ggcagagggc aaagtgtgtg acccactgtg ctcctctggg 1620 

ggatgctggg gcccaggccc tggtcagtgc ttgtcctgtc gaaattatag ccgaggaggt 1680 

gtctgtgtga cccactgcaa ctttctgaat ggggagcctc gagaatttgc ccatgaggcc 1740 

gaatgcttct cctgccaccc ggaatgccaa cccatggagg gcactgccac atgcaatggc 1800 

tcgggctctg atacttgtgc tcaatgtgcc cattttcgag atgggcccca ctgtgtgagc 1860 

agctgccccc atggagtcct aggtgccaag ggcccaatct acaagtaccc agatgttcag 192 0 

aatgaatgtc ggccctgcca tgagaactgc acccaggggt gtaaaggacc agagcttcaa 198 0 

gactgtttag gacaaacact ggtgctgatc ggcaaaaccc atctgacaat ggctttgaca 2040 

gtgatagcag gattggtagt gattttcatg atgctgggcg gcacttttct ctactggcgt 2100 

gggcgccgga ttcagaataa aagggctatg aggcgatact tggaacgggg tgagagcata 2160 

gagcctctgg accccagtga gaaggctaac aaagtcttgg ccagaatctt caaagagaca 2220 

gagctaagga agcttaaagt gcttggctcg ggtgtctttg gaactgtgca caaaggagtg 2280 

tggatccctg agggtgaatc aatcaagatt ccagtctgca ttaaagtcat tgaggacaag 2 34 0 

agtggacggc agagttttca agctgtgaca gatcatatgc tggccattgg cagcctggac 2400 

catgcccaca ttgtaaggct gctgggacta tgcccagggt catctctgca gcttgtcact 2460 

caatatttgc ctctgggttc tctgctggat catgtgagac aacaccgggg ggcactgggg 2 52 0 

ccacagctgc tgctcaactg gggagtacaa attgccaagg gaatgtacta ccttgaggaa 2 58 0 

catggtatgg tgcatagaaa cctggctgcc cgaaacgtgc tactcaagtc acccagtcag 2 640 

gttcaggtgg cagattttgg tgtggctgac ctgctgcctc ctgatgataa gcagctgcta 2700 

tacagtgagg ccaagactcc aattaagtgg atggcccttg agagtatcca ctttgggaaa 2760 

tacacacacc agagtgatgt ctggagctat ggtgtgacag tttgggagtt gatgaccttc 2820 

ggggcagagc cctatgcagg gctacgattg gctgaagtac cagacctgct agagaagggg 2 88 0 

gagcggttgg cacagcccca gatctgcaca attgatgtct acatggtgat ggtcaagtgt 2 94 0 

tggatgattg atgagaacat tcgcccaacc tttaaagaac tagccaatga gttcaccagg 300 0 

atggcccgag acccaccacg gtatctggtc ataaagagag agagtgggcc tggaatagcc 3060 

cctgggccag agccccatgg tctgacaaac aagaagctag aggaagtaga gctggagcca 3120 

gaactagacc tagacctaga cttggaagca gaggaggaca acctggcaac caccacactg 318 0 

ggctccgccc tcagcctacc agttggaaca cttaatcggc cacgtgggag ccagagcctt 3240 

ttaagtccat catctggata catgcccatg aaccagggta atcttgggga gtcttgccag 3300 

gagtctgcag tttctgggag cagtgaacgg tgcccccgtc cagtctctct acacccaatg 3360 

ccacggggat gcctggcatc agagtcatca gaggggcatg taacaggctc tgaggctgag 3420 

ctccaggaga aagtgtcaat gtgtagaagc cggagcagga gccggagccc acggccacgc 3480 

ggagatagcg cctaccattc ccagcgccac agtctgctga ctcctgttac cccactctcc 3540 

ccacccgggt tagaggaaga ggatgtcaac ggttatgtca tgccagatac acacctcaaa 3 60 0 

ggtactccct cctcccggga aggcaccctt tcttcagtgg gtcttagttc tgtcctgggt 3660 

actgaagaag aagatgaaga tgaggagtat gaatacatga accggaggag aaggcacagt 372 0 

ccacctcatc cccctaggcc aagttccctt gaggagctgg gttatgagta catggatgtg 378 0 

gggtcagacc tcagtgcctc tctgggcagc acacagagtt gcccactcca ccctgtaccc 3840 

atcatgccca ctgcaggcac aactccagat gaagactatg aatatatgaa tcggcaacga 3900 



gatggaggtg gtcctggggg tgattatgca gccatggggg cctgcccagc atctgagcaa 3 960 

gggtatgaag agatgagagc ttttcagggg cctggacatc aggcccccca tgtccattat 4020 

gcccgcctaa aaactctacg tagcttagag gctacagact ctgcctttga taaccctgat 4080 

tactggcata gcaggctttt ccccaaggct aatgcccaga gaacgtaact cctgctccct 4140 

gtggcactca gggagcattt aatggcagct agtgccttta gagggtaccg tcttctccct 4200 

attccctctc tctcccaggt cccagcccct tttccccagt cccagacaat tccattcaat 4260 

ctttggaggc ttttaaacat tttgacacaa aattcttatg gtatgtagcc agctgtgcac 4320 

tttcttctct ttcccaaccc caggaaaggt tttccttatt ttgtgtgctt tcccagtccc 4380 

attcctcagc ttcttcacag gcactcctgg agatatgaag gattactctc catatccctt 4440 

cctctcaggc tcttgactac ttggaactag gctcttatgt gtgcctttgt ttcccatcag 4500 

actgtcaaga agaggaaagg gaggaaacct agcagaggaa agtgtaattt tggtttatga 4 560 

ctcttaaccc cctagaaaga cagaagctta aaatctgtga agaaagaggt taggagtaga 4 62 0 

tattgattac tatcataatt cagcacttaa ctatgagcca ggcatcatac taaacttcac 4 680 

ctacattatc tcacttagtc ctttatcatc cttaaaacaa ttctgtgaca tacatattat 4740 

ctcattttac acaaagggaa gtcgggcatg gtggctcatg cctgtaatct cagcactttg 4800 

ggaggctgag gcagaaggat tacctgaggc aaggagtttg agaccagctt agccaacata 4 8 60 

gtaagacccc catctcttta aaaaaaaaaa aaaaaaaaaa aaaaa 4 90 5 

<210> 4 
<211> 1342 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 4 

Met Arg Ala Asn Asp Ala Leu Gin Val Leu Gly Leu Leu Phe Ser Leu 

15 10 15 

Ala Arg Gly Ser Glu Val Gly Asn Ser Gin Ala Val Cys Pro Gly Thr 

20 25 30 

Leu Asn Gly Leu Ser Val Thr Gly Asp Ala Glu Asn Gin Tyr Gin Thr 

35 40 45 

Leu Tyr Lys Leu Tyr Glu Arg Cys Glu Val Val Met Gly Asn Leu Glu 

50 55 60 

lie Val Leu Thr Gly His Asn Ala Asp Leu Ser Phe Leu Gin Trp lie 
65 70 75 80 

Arg Glu Val Thr Gly Tyr Val Leu Val Ala Met Asn Glu Phe Ser Thr 

85 90 95 

Leu Pro Leu Pro Asn Leu Arg Val Val Arg Gly Thr Gin Val Tyr Asp 

100 105 110 

Gly Lys Phe Ala lie Phe Val Met Leu Asn Tyr Asn Thr Asn Ser Ser 

115 120 125 

His Ala Leu Arg Gly Leu Arg Leu Thr Gin Leu Thr Glu lie Leu Ser 

130 135 140 

Gly Gly Val Tyr lie Glu Lys Asn Asp Lys Leu Cys His Met Asp Thr 
145 150 155 160 

lie Asp Trp Arg Asp lie Val Arg Asp Arg Asp Ala Glu lie Val Val 

165 170 175 

Lys Asp Asn Gly Arg Ser Cys Pro Pro Cys His Glu Val Cys Lys Gly 

180 185 190 

Arg Cys Trp Gly Pro Gly Ser Glu Asp Cys Gin Thr Leu Thr Lys Thr 

195 200 205 

lie Cys Ala Pro Gin Cys Asn Gly His Cys Phe Gly Pro Asn Pro Asn 

210 215 220 

Gin Cys Cys His Asp Glu Cys Ala Gly Gly Cys Ser Gly Pro Gin Asp 



225 230 235 240 

Thr Asp Cys Phe Ala Cys Arg His Phe Asn Asp Ser Gly Ala Cys Val 

245 250 255 

Pro Arg Cys Pro Gin Pro Leu Val Tyr Asn Lys Leu Thr Phe Gin Leu 

260 265 270 

Glu Pro Asn Pro His Thr Lys Tyr Gin Tyr Gly Gly Val Cys Val Ala 

275 280 285 

Ser Cys Pro His Asn Phe Val Val Asp Gin Thr Ser Cys Val Arg Ala 

290 295 300 

Cys Pro Pro Asp Lys Met Glu Val Asp Lys Asn Gly Leu Lys Met Cys 
305 310 315 320 

Glu Pro Cys Gly Gly Leu Cys Pro Lys Ala Cys Glu Gly Thr Gly Ser 

325 330 335 

Gly Ser Arg Phe Gin Thr Val Asp Ser Ser Asn lie Asp Gly Phe Val 

340 345 350 

Asn Cys Thr Lys lie Leu Gly Asn Leu Asp Phe Leu lie Thr Gly Leu 

355 360 365 

Asn Gly Asp Pro Trp His Lys lie Pro Ala Leu Asp Pro Glu Lys Leu 

370 375 380 

Asn Val Phe Arg Thr Val Arg Glu lie Thr Gly Tyr Leu Asn lie Gin 
385 390 395 400 

Ser Trp Pro Pro His Met His Asn Phe Ser Val Phe Ser Asn Leu Thr 

405 410 415 

Thr lie Gly Gly Arg Ser Leu Tyr Asn Arg Gly Phe Ser Leu Leu lie 

420 425 430 

Met Lys Asn Leu Asn Val Thr Ser Leu Gly Phe Arg Ser Leu Lys Glu 

435 440 445 

lie Ser Ala Gly Arg lie Tyr lie Ser Ala Asn Arg Gin Leu Cys Tyr 

450 455 460 

His His Ser Leu Asn Trp Thr Lys Val Leu Arg Gly Pro Thr Glu Glu 
465 470 475 480 

Arg Leu Asp lie Lys His Asn Arg Pro Arg Arg Asp Cys Val Ala Glu 

485 490 495 

Gly Lys Val Cys Asp Pro Leu Cys Ser Ser Gly Gly Cys Trp Gly Pro 

500 505 510 

Gly Pro Gly Gin Cys Leu Ser Cys Arg Asn Tyr Ser Arg Gly Gly Val 

515 520 525 

Cys Val Thr His Cys Asn Phe Leu Asn Gly Glu Pro Arg Glu Phe Ala 

530 535 540 

His Glu Ala Glu Cys Phe Ser Cys His Pro Glu Cys Gin Pro Met Glu 
545 550 555 560 

Gly Thr Ala Thr Cys Asn Gly Ser Gly Ser Asp Thr Cys Ala Gin Cys 

565 570 575 

Ala His Phe Arg Asp Gly Pro His Cys Val Ser Ser Cys Pro His Gly 

580 585 590 

Val Leu Gly Ala Lys Gly Pro lie Tyr Lys Tyr Pro Asp Val Gin Asn 

595 600 605 

Glu Cys Arg Pro Cys His Glu Asn Cys Thr Gin Gly Cys Lys Gly Pro 

610 615 620 

Glu Leu Gin Asp Cys Leu Gly Gin Thr Leu Val Leu lie Gly Lys Thr 
625 630 635 640 

His Leu Thr Met Ala Leu Thr Val lie Ala Gly Leu Val Val lie Phe 

645 650 655 

Met Met Leu Gly Gly Thr Phe Leu Tyr Trp Arg Gly Arg Arg lie Gin 

660 665 670 

Asn Lys Arg Ala Met Arg Arg Tyr Leu Glu Arg Gly Glu Ser lie Glu 
675 680 685 



Pro Leu Asp Pro Ser Glu Lys Ala Asn Lys Val Leu Ala Arg lie Phe 

690 695 700 

Lys Glu Thr Glu Leu Arg Lys Leu Lys Val Leu Gly Ser Gly Val Phe 
705 710 715 720 

Gly Thr Val His Lys Gly Val Trp lie Pro Glu Gly Glu Ser lie Lys 

725 730 735 

lie Pro Val Cys lie Lys Val lie Glu Asp Lys Ser Gly Arg Gin Ser 

740 745 750 

Phe Gin Ala Val Thr Asp His Met Leu Ala lie Gly Ser Leu Asp His 

755 760 765 

Ala His lie Val Arg Leu Leu Gly Leu Cys Pro Gly Ser Ser Leu Gin 

770 775 780 

Leu Val Thr Gin Tyr Leu Pro Leu Gly Ser Leu Leu Asp His Val Arg 
785 790 795 800 

Gin His Arg Gly Ala Leu Gly Pro Gin Leu Leu Leu Asn Trp Gly Val 

805 810 815 

Gin lie Ala Lys Gly Met Tyr Tyr Leu Glu Glu His Gly Met Val His 

820 825 830 

Arg Asn Leu Ala Ala Arg Asn Val Leu Leu Lys Ser Pro Ser Gin Val 

835 840 845 

Gin Val Ala Asp Phe Gly Val Ala Asp Leu Leu Pro Pro Asp Asp Lys 

850 855 860 

Gin Leu Leu Tyr Ser Glu Ala Lys Thr Pro lie Lys Trp Met Ala Leu 
865 870 875 880 

Glu Ser lie His Phe Gly Lys Tyr Thr His Gin Ser Asp Val Trp Ser 

885 890 895 

Tyr Gly Val Thr Val Trp Glu Leu Met Thr Phe Gly Ala Glu Pro Tyr 

900 905 910 

Ala Gly Leu Arg Leu Ala Glu Val Pro Asp Leu Leu Glu Lys Gly Glu 

915 920 925 

Arg Leu Ala Gin Pro Gin lie Cys Thr lie Asp Val Tyr Met Val Met 

930 935 940 

Val Lys Cys Trp Met lie Asp Glu Asn lie Arg Pro Thr Phe Lys Glu 
945 950 955 960 

Leu Ala Asn Glu Phe Thr Arg Met Ala Arg Asp Pro Pro Arg Tyr Leu 
965 970 975 

Val lie 



